Pseudotyped viruses with or without VSV G (ΔG) serve as positive or negative controls, respectively.
Fig. S2. Hydrophobicity of the glycoprotein of Ebola viruses.
Positions 83 and 545 in the Reston virus (RESTV) glycoprotein structure (top panel). The hydrophobicity of wild-type and A83V mutant RESTV, and wild-type Ebola virus (EBOV) are shown. In the top panel, only an A83 residue on the left-most side is exposed on the surface. Residue 82 in the other two panels are only visible because they are presented with a transparent surface. A total of 50 homology models were generated using Discovery Studio 4.1 from BIOVIA (Accelrys Inc., San Diego, CA, USA). The best model was selected using probability density function total energy and discrete optimized protein energy score. The bar is coloured white or black when mutation energy is significant (less than 0.5 means "stabilizing", whereas more than 0.5 means "destabilizing"). All mutations indicate amino acid variations in mammalian host species. 
